Figure S1 (related to Figure 1). HAP2 SEC elution profiles and crystal packing.
A) The left panel shows the elution profile of purified recombinant HAP2 ectodomain, showing a peak that corresponds to a monomer (peak marked "M"), which irreversibly converts to a high-molecular weight form consistent with a HAP2 hexamer (peak marked H). The right panel shows the elution of the protein from the "M" peak in the left, when mixed with an excess of scFv A20 (see STAR Methods). Addition of the scFv appears to drive formation of a complex eluting as a trimer. SDS PAGE analysis of this peak (inset) stained with Coomasie blue shows that it contains both HAP2 and scFv A20. Figure 1C ).
Figure S3 (related to Figure 2). Amino acid sequences in the HAP2 C0D0 loops.
Similarity across taxa is displayed as in figure S2 . The conserved cysteines in the C0D0 loop of HAP2 from green algae are shown in a green background. Figure S4 (related to Figure 3) . Amino acid sequences in the stem region of HAP2.
Amino acid similarity across taxa is displayed as in Figure S2 Figure S4 . Disulfide bridges are indicated with green numbers, and the residues making the conserved salt bridge are marked by a vertical red arrow. Note that a number of algae have a deletion in the region of αF1, and in this respect appear more similar to HAP2 from flowering plants (see Figure 4A ).
(B) Amphipathic helices were predicted using the Heliquest server. The size of the circles is proportional to the amino acid side chain volume. Positively charged residues are colored red and negatively charged residues are in blue. Glycines are shown in gray and polar uncharged residues are colored pink and purple. Hydrophobic residues are displayed in yellow. Prolines are shown in green. The hydrophobic moment value and its vector are indicated for each helix.
